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(54) if;Wi';>t'-Kh7>X#-i''- 
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•3)Z.^5rlliSi: LT . Its XX/ 2i7)ffi^il^t:-^ 
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[|&^3S4 J f5Jg.ij»'>'3 '>>''3 "^^n'j: ( D r o s o 10 
phi la melanogaster) T'^^-S^ '^ff 

car^^ 1 0 ] mmnAcnr^ /mim^zM lt . i 

[00 0 1] 
[00 02] 

[00 03] 8«|i.ti". t ^-y h, "^v-i 

-1^-;J'-<^*Sjt3!>iH34>j&'tc$ix-CV^-5. ( B i o c h i 
m. Biophys.Act Vol. 1216. 16 50 



( 2 ) 1$^^ 10-99083 

2 

1-164. 1993. Nature vol. 36 

0. 464-467. 1992. Nature Vo 

1. 360, 467-471, 1992, Mol. Br 
ain Res. Vol. 28, 343-348. 19 
9 5) 

[0004] -:fj. mwtm^it. ^(^w^ij^mnm 

^yx4c~^'~icm-ttnpfHiM (^fBS^8'-0 8 1 ^ 
3 3) *«*>-5.^tc-r#'^:t\ 
[00051 

mmm^Lx 9 t-ri>wmi Esnrntc^m^izmL 
t$tix\>^^mmz^;^. ^<m^(nnijtix\>^^\>^^ 

X-Sih. 
[0006] 

3 (Drosophila melanogas 

t e r) <?DcDNA^'fr^U-J;'?, Ty^)ijV3i-i} 

:s^tV(r>^mismiZW^^^tzW^(r>^)V9 5 yWfm. *) ii 

iJj:t)f4t7)'<r-f-h'Sr3-H-^^. ffi^#-^ltjJ:y^2 
OB;5<IS:#tycDNA$rJ^L, -e<7)^fe!f4j?SttS'?ilgL 

[ 0 o 0 7 ] Hp*>, i^mmz^txM. w^imm(ny)v 

J:lX2i0il5il$:^tic DNAJ:^<ft-rSC:i:*-'T'#. i 
3t^<0c DNAT'3-h'$ixl.rsy^E^S-^tr, i?' 

mzn LT. 1 -mM<r>r 5 y ^<7)«i!id. 

[00 0 8] ^h^iZ. 3js%Hfl<;5c DNAti, ^tc:t¥r> 

T^n^cHoaiBa^ioi&iHjigftifflifii'fiT^^^-ti:, ^ 
^^f^mth^Lttf^x'^h, 

[0009] 

^^'W\°^'M-C*>0- >'3»>i^'3»?>'N'j: (D. me 1 
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anogaster) {rtmtLX. mT«:Sm: J: 0 -ir^ti. ^A.*ut^-f ^7 U-O-gP^-ffll^T^-f ^ 

iOmRNA^SSL, 22jcMcDNA$-^^-r4. <>: 

V»-C, JKOcDN A?:ro^:-:?-@25<l$-Wt"S'<>:J'^' [00141b. 7 r - i^'y-zUtOf^ 

-tCjfAL. cDNA7>fy^'J-€'l8lg-r6. a. T#A,ilJtc DN A^'f 7^7 U-J: 0 . $«;500p 

'f 7*7 1 0 0*>i?> 5 0 0^'0->'*»^>^rSr f uS:m±a-C*i>:^KSNM5 2 2{3StSl$-t*-. 3 7 

-iP^^^L. 'eft^ti>)-r-;l'J:»)DNA^^-r rrt«>2 0^Maf^f^L^. 5 0X:t<SiSLt* 

&. ^^>iX>tDNASri|St LTcRNAi£-^^6. SO. 7%Or;iyn— XS^^ON ZC Y^fflSm I ^-JD 
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r7'J;{r'y^;<^j:;U0S»^flBfc:aAL. NDge/N'y 10 CY^Jfttdg^L, 3 T-CTl 4BS^^^L7t. 

7r-«t«'C2 0Jg-C2 4— 4 S^a^^^i. ggt^T. 5m 1 (OSMJ^fffi^rS® LT. 4 "C-C 1 

9 7 r-iz^L. 20mX'm 1 B^S^Sf^. iit# 7 r->-'T-yUt L:t. ig®tcLT±IB<07 r-i^7*- 

i^3t^//^^'5>'K<O«^0i2^a2■^S■rs. WStc^/P [00 151 c. 7T-S^'DNAcr)PiS 
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^Srffli^-C*-<o^n-:^^#S. ^/i.iijt^n-y 5 2 2k:^S-fr. 3 7t:-Ci^2 O^J)iiPg||L;t. iJc^^ 

«O«Sffi?iJ«r^^-rSC:i:tCj:0> ae^td^-K^Ji T\ 5 OX:t«SLT*«>0. 7%<^r>ya-XS:^0 
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$:±#*-»t^^:J'W\-^®T*>0. SMtglfi^HlRL^C. iJ^t^-C, Lambda Ki t 

l!iSJ69te5fEO^>'yt^'®fcc7)ffill14Ji«ln $^>C (Qiagentt) ^ffll^T7 r-i^'DN A$-^L 

tiOi: LT^ifiS£iW^^^^tJ^^TS15U<7)p9T'fc&. Cl^o:: [00161 d . c RN AtO^fK 

fc*'*^. i^mifr>iryn^mi. Ju<m¥mJki:m%-r c. Ti#^>*t^v:7r-i^'DNA^SII8iP3gNot I 

S:ty><7)«igfEiimBf^WlGii: L-C^W^:< . K (SSit) "Clffflit, rDT^T—b-K (B o e h r i n 

mii.X/f^m^<r>mfz^r-rX3~^^ii-X.l>^m^£tS, gef- -IWannhei mtt) ^J' yvK^gi:^ 

[00 121 ^f^», vrat:;l'T;l'n-;i^a:KSriST, DNA^^W 
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imeSaverTM cDNA Synthesis tf ND 9 6tgtfiSrJn^ , ^iST*^ 1 B^flBftaL^^v:. :37 
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g Toolbox (Ph a rmac i att) Jrifll-^ ?5fci!^L.;tffc, 7 h-CIB^Ba^O f o 1 1 i c u 1 

T2*i|cDNA$-g-jSa, ifAgP{5i[<^±«tc5SSro ar c e 1 1 s ?:H^V^/c. 

^:—:J'-T'SP6S}FIJ$:W^S7r A Ex [00181 f . r7 'J/?-y^X^X/HPfl}^Ba/v«Oc R 

Ce I liOEcoRIfciLfNot iSfatr^L, G N Ac^JgEA 

IGA PAK GOLD ( St r at age nett) d . -CflSLit c RN A$- 7 O-CT 1 0^ia|SU!{igiL, 
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\^&J^Ltl. cRNAitAfc:tiJl--h-f>'v'x^':J' 
— f^x-xh NANOJECT (Dr 
ummondtt) ^-fflU, #i«f}{Co3< 1 5ll<7)|H#jffl 
ffitraALTt. cRNA?:aALJtlBttlffl®?rND9 6 
^%«t>T 2 0 ST 2 - 3 L/v! . 

[0019] g . ^^yPrJ' * VK^OIX '9ii;?i^M<oai^ 
f. Tig«U/v:IBaWBa?:#^tc:o# 5<liMt^. Nu 

c I onbO'ra'U-h (Nu nctt) fcr^L, ND9 
6^«?:0. 5m iJci^T'. L-(U- 

> " C) ^^yP^'S^gf (Amershama; CFB6 10 
5 ) 3 0*t 1 -Tolnxfi^L. *<» 1 ^^^iST^HL 

5 mism ffl^<oipeiWfij$- 1 . 5 m i ^ k 

/k7f-jL-yfc:^L, 0. l%SDSS-0. SmljDX. 

'>>':J'-ffl<0>'N'>f r/ULSC VIAL(Packar 
dit) C^U. jKWci^i^^P-r^-ACS I I (Ame 
rshamti) I Om\ ^Mt. mmk. mWi^y^U 

fz. 2C 
[00 20] h. 9u—V<^f^ 

a. *>4>f . Wgim3J:-:>-CI#4.*l.7tvStt^S^-t7r- 
i^'r-yUiO. f£S(^2 0 0 0^iO7r-i^'$:^&^^. li 
^(COUTR^tDNAS-PlSI^, 5fe3«o^)Sfc|Sf^fc: 

[0021] i . ^mm\<r>y^ 

oSpinTM S-400HR :*5A(Pharm 
ac i att^) 5rmi»Tig^g$ixfvrDNA$r^lgLit. 30 
^t^T. «SgL/cDNA>j|?ft4/i ! ^ISSi: Ml 3 
a.:x>'^'-^^/^rv'f V— i5j;t/Dy e De. ixy T 
erminator Cycle Sequencin 
g Kit (Applied Biosysteiristt 

HjSrQuich SpinTM (rE)Xr7A(Boe 
hringer M a n n h e i mttS) i&ffll^TfSS? 
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IfttCftL/c. ll^ijciSti. 37 3A-18S DNA 
Sequencer (Applied Biosyst 

92m DNA/RNA S y n t h e s i z e r { A 
pplied B i o s y s t e mstti?) $-fflt^T^ 

[0022] j . m&mmcomr 

NETYX-MAC (V:^ xTm^tS^^^t) S-ffl 
[0023] 

(D. me 1 a n o ga s t e r ) ^j|t<0^''/P:J'S>' 

[0 0 24] ^/i, *^^«DNA{±. ^/UrJ'SvBEh 
HB<7)DNA;!)<rj-K-rS:?>'y\*:?®ti. ;£<BS«i^$: 
[E3^a] 

[0025] gfi^iJS^a- : 1 
ie^«^$ : 14 19 

WM<n^^: cDNA 

>'3'>>''3'>>'\'X (Dr osoph i 1 a m 
elanogasLer) 
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ATG GCG CCA ACT TCA ACC CTT TCA TGC AOG AGA ATG TCC TCA CCA TOG 48 

Mel Ala Ala Ser Ser Arg Leu Ser Cys Arg Arg tfet Ser Ser Pro Trp 16 

CCA CCG HA TCC (m; TC7 TTC ITC (nt; CAC ra TC^ 96 

Pro Pro Iflu Ser Val Cys Leu Leo ?aJ Asp Ser Ser Ala Ser Ser Ser 32 

AAA ATA CCA CTC CCG ACT CCT CCA ACA GAG ACA TCA TCT ACA TAT CCT 144 

Lys He Ala Leu Ala Ser Gly Arg Arg Glu Arg Ser Cys Thr Tyr Pro 48 

TCC CCG GCG AAG AH TTC TTC CCA ATG Cn AAA TGT TTG An CTC CCG 192 

Ser Pro Ala Lya lie Phe Leu Arg Uet Leu Lys Cys Leu lie Val Pro 64 

CTT rrc GTC TCA TCA ATC ACC ACT CCC AH C6T GGA CTC GAC CTC ACC 240 

Leu Leu Val Ser Ser lie Thr Ser Ala He Ciy Gly Leu Asp Leo Ser 80 

ATG TCC ACC AAC ATT GCT ACC ACA GCC ATT ACT TAC TAC TTT CTG ACC 288 

Met Ser Ser Lys lie Ala Tbr Arg Ala He Thr Tyr Tyr Phe Yal Thr 96 

ACC ATA TOG GCC GTC AH CTC CCA ATA TCT CTG ere ACC ACA CTG CCT 336 
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Thr Ife Ser Ala Val He Uo Gly lie Cys Leu Val Tlir Thr Leu Krg 112 

CCC (£C CAC GCA GCC AAG ATC GTG GAG ACC GAG ACC GAG AGO ATT GAT 384 
Pro Cly Gin Gly Ala Lys lie Val Clu Thr GId Thr Giu Ser He Asp 128 

AAC CCA TCX; AAG CTG CTC ACC CCA GAC ACG CTT ATG CAT TTC CTG CCA 432 

Lys Ala Ser Lys Val Leu Tlir Pro Asp Thr Leo Met Asp Leu Val Arg 144 

AAC ATG TTC ACG GAC AAC ATC AH CAG TCG ACC ATG TTC CAG CAC (X€ 480 

AsD Uet Phe Thr Asp Asn lie lie Gin Ser Tbr Itet Phe Gin flls Arcr 160 

ACT GAG ATC TAT CAG AAC ACT AGC ATT ACC CCA CCA CAG CCT ATG CAA 528 

Thr Glu lie Tyr Glu Asn Thr Ser He Ser Pro Ala Gin Pro Met Glu 176 

AAC TCG CAG TTC AAG TCG GCT CAG CGC CAC GGT TCT AAT CTC CTG GGT 576 

AsD Trp Glu Hie Lys Ser Ala Gin Arg Clu Gly Ser Asn Val Leu Gly 192 

CTT CTG ATC TTC ACT GTT ATC CTA CCT ACC ACC ATT GGA AGA ATG CCG 624 

Leu Val Met Phe Ser Val lie Leu Gly Thr Thr lie Gly Arg Uct Arg 208 

CAG AAC GGA CAA Cn CTG CAC CAT TTC TTC ACC ACA CTG AGC CAA GCA 672 

Glu Lys Gly Gla Leu Leu Gin Asp Phe Phe Thr Thr Leu Scr Glu Ala 224 

ATC ATC ACC ATC Aa TCA TGC CTT ATT TCG ATT.TCC CCG CTC OCT GTT 720 

Uet ifet Thr lie Thr Scr Trp Val lie Trp lie Ser Pro Leu Gly Val 240 



CCC TTC CTG ATA GCC GCC AAG AH AH CAG ATG CAA TCG ATA GCA GCA 
Ala Phe Leu He Ala Ala Lys He He Glu Uet Glu Ser lie Ala Ala 



766 
256 
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ACQ An CAG TCA nA OCA TGC TAT TTC ATA ACC CTC ATC ATA GGT CTA 816 
Thr He CId Ser leu Cly Trp Tyr Phe He Thr Val Itet He Gly Leo 272 



TTC Cn CAC OCT Tn OCT ACC An CCG CTG ATC Tn TTC CTG GGC ACC 884 

Pbe Leu His Gly Pbe Gly Thr He Ala Val He Phe Phe lea Gly Thr 28B 

CGA CCT CTC CCG TAC CCC TAT An CCC AAC CTT ACT CAG GTC CTC CCA 912 

Arg Ars Leo Pro Tyr Are Tyr He Ala Lys Leu Ser Gin Val Leu Ala 304 

ACT (M:A m (X;A ACA GCT TCC AGC to; GCC ACC ATC CCC CTG ACC ATC 960 

Tbr Ala Phe Gly Thr Gly Ser Ser Ser Ala Thr Met Pro Leu Tbr He 320 

AAG TGC TTC GAC AAC ATG CCC ATC GAT CCG CGC GTC ACT CGT TIT CTC 1008 

Lys Cys Leu Asp Asn Uel Gly lie Asp Pro Arg Val Thr Arg Phe Val 336 

ATT CCC GTG Orr GCC ACT ATT AAC ATG GAC GGA ACG GCT CTC TAT GAG 1056 

He Pro Val Gly Ala Thr He Asn Vet Asp Gly Tbr Ala Leu Tyr GLu 352 

GCT CTG GCT Ca CTG TTC ATC GCC CAA TAC CGT CAC ATG ACC TAT TCC H04 

Ala Val Ala Ala Leu Pbe He Ala GIq Tyr Arg Glu Met Ser Tyr Ser 368 

nC CCC ACC ATT CTG GCC CTC ACC ATA ACA CCC ACG GOG CCA TCG ATT H52 

Phe Cly Thr lie Val Ala Val Ser He Thr Ala Thr Ala Ala Ser He 384 

GGA GCT GCT GGA ATC CCG CAG CCT GGA CTT GH ACC AXfc CTC ATC GTC 1200 

Cly Ala Ala Gly He Pro Gin Ala Gly Leu Val Thr Met Val Uel Val 400 

CTG GAC ACA CTG CGC TTG GAG CCG AAG GAT GTG TCC CTC ATC ATA GCC 1248 

Leu Asp Tbr Val Gly Leu Glu Pro Lys Asp Val Ser Leu He He Ala 416 

CTC GAT TGC CTA CTG GAT CCC TTC CGC ACC ACC AH AAT CTA ATG TGC 1296 

Val Asp Trp Leu Leu Asp Arg Phe Arg Thr Thr He Asd Val Uet Cys 432 

GAT GCT CTA GGC ACT ATT TTC Cn AAC CAT CTG TCG AAA AAT CAT TTC 1344 

Asp Ala Leu Gly Thr He Leu Val Asn His Leu Ser Lys Aso Asp Leu 448 

GCC AGC CTC GAT AGG CTtS AAT CCC GAC CCC CAT CAG CTC CTC CAC CTC 1392 

Ala Ser Val Asp Are Leu Asn Ala Glu Pro His Glu Leu Leu Glu Leu 464 

GGA CCC AAT GGC CAC GAG ATG AAG GAA 1419 

Gly Pro Asn Gly His Glu Met Lys Glu 473 
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[0026] E^S^: 2 
SMcnM^ : 9 5 4 

iiMcO^m: cDNA 



ATG TTC CAE CAC CGC ACT CAC ATC TAT GAG AAC ACT ACC AH ACfc CCA 4S 

Met Phe Gin His Arg Thr Clu He Tyr Glu Asa Tbr Ser He Ser Pro 16 

CCA CAG CCT ATG GAA AAC TGG GAG TTC AAG TCC CCr CAC CCC GAG GGT 9S 

Ala Gin Pro Met Glu Asd Trp Glu Phe Lys Ser Ala CId Ars Glu Ciy ^ 32 

TCT AAT GTC CTG GGT CTT 6TG ATG TTC ACT GTT ATC CTA CCT ACC ACC 144 

Ser Ash Val I-cu Gly Leu ¥al Met Fhe Ser Val He Leo Gly Thr Thr 48 

ATT GGA AGA ATG CGG GAG AAC KA CAA CTT CTG CAG CAT TTC TTC ACC 192 

He Gly krg Met Arg Glu Lys Gly Gin Leu Leu Gin Asp Phe Phe Thr 64 

ACA CTG ACC GAA CCA ATC ATG ACC ATC ACC TCA TGG CH ATT TGG ATT 240 

Thr Leu Ser Glu Ala Met Met Thr He Thr Ser Trp Val He Trp He 80 

TCC CCC CTG GGT GTT GCC TTC CTG ATA CCC CCC AAG ATT ATT GAG ATG 288 

Ser Pro Leu Gly Val Ala Phe Leu lie Ala Ala Lys He He Glu Met 96 

GAA TCC ATA CCA GCA ACC AH CAC TCA Tfk GGA TGG TAT TfC ATA ACC 336 



Glu Ser He Ala Ala Thr He Gin Ser Leu Gly Trp Ty^ Phe He Tbr 112 

GTC ATG ATA GGT CTA TTC CTT CAC OCT TTT CCT ACG ATT GCC CTG ATC 384 

Val Met He Gly Uu Phe Leu His Gly Phe Gly Thr He Ala Val He 128 

TTT nC CTG CGC ACC CGA OCT CTC COG TAC CCC TAT AH CCC AAG CTT 432 

Phe Phe Leu Gly Thr Arg Arg Leu Pro Tyr Arg Tyr He Ala Lys Leu 144 

ACT CAG GTC CTG CCA ACT GCA TTT CCA ACA GGT TCC ACC TCC GCC ACC 480 

Ser Cln Val Leu Ala Thr Ala Phe Gly Thr Gly Ser Ser Ser Ala Thr 160 

ATG CCC CTG ACC ATC AAG TCC TIG CAC AAC ATG GGC ATC GAT CCG CGC 528 

Met Pro Leu Thr He Lys Cys Leu Asp Aso Met Gly He Asp Pro Arg 176 

CTC ACT CCT TTT CTC An CCC CTG GGT GCC ACT ATT AAC ATG GAC GGA 516 

Val Thr Arg Phe Val He Pro Val Gly Ala Thr He Asn Met Asp Gly 192 
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t 
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Aa CTC TAT GAG a:T CTG GCT CTG m ATC $24 

IhT Ala Leu Tyr G)u Ala Val AJa Ala Leu Phe lie Ala Clo Tyr Arg 208 

CAC ATC ACC TAT TCC TTC GGC AOC AH G7C CCC CTC AGC ATA ACA CCC 672 

Glu Itet Ser Tyr Ser Phe Gly Tbr He Val Ala Val Ser lie Thf Ala 224 

ACC CCG CCA TCG AH OGA GCT CCT CGA ATC COG CAC CCT GGA CTT CTT 720 

Tbr Ala Ala Ser He Cly Ala Ala Gly He Pro Glo Ala Gly Leu Val 240 

4 

ACC ATG CTC ATC CTG CTC GAC ACA GIG CGC TTG CAC CCC AAG CAT GTG 768 

Thr Met Val Uet Val Leu Asp Thr Val Cly Leo Glu Pro Lys Asp Val 256 

TCC CTC ATC ATA CCC CTC CAT TOG CTA CTC CAT CGC TTC CGC ACC ACC 816 

Ser Uu He He Ala Val Asp Trp Leu Leu Asp Arg Phe Arg Tbr Thr 272 

AH AAT CTA ATC TGC CAT GCT CTA CCC ACT ATT TTG Gn AAC CAT CTC 864 

He Asn Val Met Cys Asp Ala Leu Gly Tbr He Leu Val Asa His Leu 28S 

TCC AAA AAT CAT TTC CCC ACC CTC CAT AO! CTC AAT GCC GAC CCC CAT 912 

Ser Lys Asa Asp Leu Ala Ser Val Asp Arg Leu Asn Ala Glu Pro Ris 304 

GAG CTC CTC GAG CTG GGA COC AAT CCC CAC GAC ATC AAG GAA 954 

Glu Leu Leu Glu Leu Gly Pro Asn Gly His Glu Met Lys Glu 318 
[0027] 82^#-^: 3 ^im- ' 

mm<D-^$:473 30 ^iRj^g : n'r^S-'g ^y<X ( D r o s o p h i 1 i a 



mm<^m: T^ym melanogaster) 
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Met Ala Ala Ser Ser Ars Leu Ser Cys Are Arg Met Ser Ser Pro Trp 16 
1 5 10 15 

Pro Pro Leu Ser Val Cys Leu Leu Val Asp Ser Ser Ala Ser S^r Scr 32 

20 25 30 

Lys He Ala Leu Ala Ser Gly Are Arg Giu Arg Ser Cys Thr Tyr Pro 43 

35 40 45 ^ ^ 

Ser Pro Ala Lys lie Phe Leu Arg Met Leu Lys Cys Leu He Val Pro 64 
50 55 60 

Leu Leu Val Ser Ser He llir Ser Ala He Gly Gly Leu Asp Lea Ser 80 
65 70 75 80 

Met Ser Ser Lys He Ala Thr Arg Ala He Thr Tyr Tyr Pfae Val Thr S6 

85 30 95 

Thr lie Ser Ala Val He Leu Gly He Cys Leu Vafi Thr Thr Leu Arg 112 
100 105 110 

Pro Gly Gin Gly Ala Lys lie Val Glu Thr Gin Thr Glu Ser He Asp 128 

115 120 * . 125 

Lys Ala Ser Lys Val Leu Thr Pro Asp Thr Leu Met Asp Leu Val Arg 144 



(II) 



1 9 
130 



If iH¥ 1 0-99083 



135 



140 



Asn Bfet Pbe Thr Asp Asd He Fie Cla Scr Tlir Met Phe Gin Hfs Arg 

150 155 



160 



Thr Glu lie Tyr Glu Asn Thr Ser lie Ser Pro Ala Gin Pro Met Glu 

165 170 175 



176 



Asn Trp Glu Pbe Ijs Ser Ala Gin Arg Glu Gly Ser Asd Val Leu Cly '192 
180 185 190 

Leu Val Ifet Phe Ser Fal He Leu GJy Thr Thr lie Gly Ar« ttet Ar^ 208 
IfiS 200 205 

Glo Lys Cly Gla Leu Leu Gin Asp Phe Phe Thr Tlir Leu Ser Glu Ala 224 
210 215 220 



Met Met Thr He Thr Ser Trp Val He Trp He Ser Pro Leu Cly Val 240 

225 230 235 240 



Ala Phe Leu He Ala Ala Lys He He Glu Met Glu Ser He Ala Ala 256 

245 250 255 

Thr He Cla Ser Leu Cly Trp Tyr Phe He Thr Val Ifet He Gly Leu 272 
260 265 270 

Phe Leu Mis Gly Phe Gly Thr He Ala Val He Phe Pbe Uu Gly Tlir 288 
275 280 285 
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21 22 
Ars Are Leu Pro Tyr Arg Tyr He Aia Lys leu Ser GId Vai Leu Ala 304 

290 295 200 

Thr Ala Phe Gly Thr Gly Ser Ser Ser Ala Tlir Met Pro Leu Thr lie ^20 
305 310 315 ' 320 

Lys Cys Leu Asp Aso Met Gly Me Asp Pro Ar; Val Thr Ars Phe Val 336 

325 330 335 

lie Pro Val Gly Ala Thr lie Asa Met Asp Gly Thr Ala Leu Tyr Glu 352 
340 345 350 

Ala Val Ala Ala Leu Phe He Ala Gla Tyr Arg Glu Met Ser Tyr Ser 368 
355 360 365 

Phe Gly Thr He Val Ala Val Ser lie Thr Ala Thr Ala Ala Ser lie 384 
370 375 380 

Gly Ala Ala Gly He Pro Gin Ala Gly Leu Val Thr llet Val Uet Val 400 
385 390 395 400 

Leu Asp Thr Val Gly Leu Glu Pro Lys Asp Val Ser Leu lie lie Ala 416 

405 410 4t5 

I 

Val Asp Trp Leu Leu Asp Arg Phe Arg Thr Thr He Asn Val Met Cys 432 
420 425 430 

Asp Ala Leu Gly Thr lie Leu Val Asa His Uo Ser Lys Asn Asp Leu 448 
435 440 445 

Ala Ser Val Asp Arg Lea Asd Ala Glu Pro fiis Glu Leu Leu Glu Leu 464 
450 455 460 

Gly Pro Asn Gly His Glu Met Lys Glu 473 
465 470 473 

[00 281 Um^: 4 ^^m: 

id^^O^Oft? : 31 8 I^s^-Jb^^^X. (Dr osoph i 1 a m 

maym:T^/fk elanogaster) 
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23 

9m : 

Met Phe Gin His Arg Hit Glo lie Tyr Glu Asn Thr Ser lie Ser Pro 16 
15 10 15 

Ala Gin Pro llet Gla Asa Trp Glu Phe Lys Ser Ala Gin Arg Glii Gly 32 

20 25 30 

Ser Aso Val Leu Gly Leu Val Ifet Phe Ser Val He Leu Gly Thr Tbr 48 

35 40 45 . , 

lie Gly Arg Met Ar^ Glu Lys Gly Gin Leu Leu Glo Asp Phe Phe Tbr 64 
50 55 GO 



Thr Leu Ser Glu Ala Met Met Thr He Thr Ser Trp Val He Trp lie 80 



(14) l^ffl^ 10-99083 

25 

65 70 75 80 

Ser Pro Leu Gly Val Ala Hie Leu lie Ala Ala Lys He lie Clu Met 96 

85 90 95 

Glu Ser lie Ala Ala Thr He Glo Ser Leu Gly Trp Tyr Pbc He Ttir 
100 105 HO 

Val llet He Gly Leu Phe Leu His Gly Phe Gly Tbr He Ala Val lie 
115 120 125 

Phe Phe Leo Gly Thr Arg Are Leu Pro Tyr Arg Tyr He Ala Lys Leu 144 
130 135 140 

Ser Gin Val Leu Ala Thr Ala Phe Gly Tlir Glr Ser Ser Ser Ala Tbr 160 
145 150 155 160 

Met Pro Leu Tlir He Lys Cys Leu Asp Asa Met Gly He Asp Pro Arg 176 

155 170 175 

Val Thr Arg Phe Val He Pro Val Gly Ala Thr He Asa Met Asp Gly 192 
L80 185 190 

Thr Ala Leu Tyr Glo Ala Val Ala AU Leu Pbe'lle Ala Gin Tyr Arg 208 
195 100 205 

Glu Met Ser Tyr Ser Phe Gly Thr lie Val Ala Val Ser He Thr Ala 224 
210 215 220 



112 



-128 
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Tbr Ala Ala Scr lie Gly AJa Ala Cly He Pro Gin Ala Cly Leu Val 240 
225 230 235 240 

Tlir Met Val Met Val Leu Asp Thr Vsl Cly Len Gla Pro Lys Asp Val 256 

245 250 255 

Ser Leu lie He Ala Val Asp Trp Leu Leu Asp Arg Phe Arg Thr Thr 272 
260 265 270 

lie Aso Vai Uct Cys Asp Ala Leu Gly Thr lie Leu Val Asn His Leu 288 
275 280 285 

Ser Lys Asd Asp Uu Ala Ser Val Asp Arg Leu Asn Ala Ciu Fro His 304 
290 295 300 

Clu Leu Leu Glu Uu Cly Pro Asn Gly His Clu Uet Lys GJu 
305 310 315 318 



